Background: IonTorrent is a second-generation sequencing platform with smaller capital 1 7 costs than Illumina but is also prone to higher machine error than later. Given its lower costs, 1 8 the platform is generally preferred in developing countries where next-generation sequencing 1 9
Preparation of samples for Machine learning
website was selected out from the total variants as a negative subset and given code of confirmed to be good calls from multiple sequencing platforms by the consortia were selected 7 7 as confirmed positive calls and given the code of number one. Since we ended up with 7 8 around 27 times more positive variants than negatives, we needed to select the same number 7 9 of positive variants that is, 1,336. In order to do so, we firstly removed any variant with less 8 0 than 30 read depth as it is a cut off for germline variants, hence ending up with 33,757 resulting variants were 2,672, out of which randomly 5% data was selected for validation per The wrapper code written to analyse actual VCF files using the developed model was also 9 8 written in Python 3 with sub-modules Sys, OS, TensorFlow, Pandas, Sci-kit Allel and 9 9
MyVariant. Additionally, bcftools 3 was used to segregate multiple variants at one site during from the whole data set was randomly selected and fed to the model for evaluation. In the test dataset, the model reached the highest accuracy of 94.02% after 700 epochs with The model was evaluated with a total of 2,672 samples formed of an equal number of good 1 2 2 and bad calls from the GIAB dataset chosen at random. In the evaluation set, the model was suggests the maximum segregation to be 86.4%, the cumulative gain graph shows a decent 1 3 1 separation from the baseline and the lift curve suggests that the usage of the model greatly 1 3 2 improves the predictability when compared with the random selection method. kilobases in size and can easily run on any modern-day POSIX compliant computer and a 1 4 0 graphics card isn't necessary for the same. A similar tool, GARFIELD-NGS was released in problem with a total of 12,862,500 connections while GARFIELD-NGS model for SNVs 
